P-labeled insert of the IMAGE cDNA clone (http:// www.rzpd.de/) IMAGp998P045361 containing 1.1 kb corresponding to exon 1 of the human PRKCBP2 gene. The DNA from the BAC clone designated RPCI42_351B8 was isolated using the Qiagen plasmid maxi kit (Qiagen, Hilden, Germany). The BAC DNA was sequenced with the ThermoSequenase kit (AmershamPharmacia, Freiburg, Germany) and a LI-COR Gene ReadIR 4200 automated sequencer (MWG Biotech, Ebersberg, Germany) and revealed a (CA) 20 dinucleotide repeat sequence in the SP6 BAC terminus sequence. Primers for PCR amplification of the microsatellite were designed based on the flanking sequence (PRKCBP2-MS_F 5′-CAT GAA TAC TTA ACA CTA CTG-3′; PRKCBP2-MS_R 5′-CCT CTA ATG TGG AAT CCA G-3′).
Method of Detection.
A PCR amplification (25 L final volume) was performed using 25 ng of genomic bovine DNA, 100 M dNTP, 10 pmol of each primer, and 2.5 U Taq polymerase in the reaction buffer supplied by the manufacturer (Qiagen, Hilden, Germany). The thermocycler profile was 94°C for 4 min; 35 cycles of 94°C for 30 s, 52°C for 60 s, and 72°C for 30 s; followed by a final cooling step at 4°C for 10 min. IRD700-labeled PCR products were separated on 0.2-mm 6% denatur- The authors wish to express their appreciation to the Bavarian State Ministry for food, agriculture and forests, Munich, Germany, the Dr. h.c. Karl Eibl Foundation, Neustadt/Aisch, Germany, and the FAZIT-Stiftung, Frankfurt/Main, Germany for supporting this work by grants. We are grateful to William Barendse, CSIRO Molecular Animal Genetics Centre, Brisbane, Australia, for performing the linkage analysis. Chromosomal Location. After genotyping the IBRP, the results of the two-point linkage analysis using CRI-MAP (Green et al., 1990) with the markers of the Cattle Genotypic Database (W. Barendse, personal communication) showed strong evidence for linkage with bovine chromosome (BTA) 1 markers (Table 1) and therefore PRKCBP2-MS maps also on the centromeric region of BTA1. The maximum two-point LOD score obtained was 41.4 (recombination fraction 0.07) between PRKCBP2-MS and BMS1928 (Table 1) . Because human PRKCBP2 has been mapped to HSA21q22.11, the observed map position of the PRKCBP2-MS in cattle is consistent with comparative maps of cattle and humans that indicate proximal part of BTA1q is orthologous to HSA21q (Band et al., 2000) .
Comments. The linkage mapping of PRKCBP2-MS was undertaken as part of a project to fine-map the polled gene in cattle. Previous studies have demonstrated genetic linkage between the polled locus and microsatellite markers and have assigned the corresponding linkage group to bovine chromosome 1 (Georges et al., 1993) . For the BTA1 markers TGLA49 and BM6438, Schmutz et al. (1995) assumed 100% linkage between these microsatellites and the gene that determines the polled phenotype. Harlizius et al. (1997) tested markers located on bovine chromosome 1 for linkage with the polled condition in two different breeds and showed complete linkage of microsatellites INRA212 and INRA117, and the gene for interferonalpha receptor (IFNAR) with polled. The addition of PRKCBP2-MS to the putative polled gene region on the bovine genetic map of BTA1 provides an additional highly polymorphic microsatellite marker for the DNA marker-assisted selection of the polled condition in cattle, because tight linkage to polledness should be expected in segregating populations.
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